AMENDMENTS TO THE SPECIFICATION: 



Please replace the paragraph starting with "This application claims priority...'' at page 
1, line 5, with the following amended paragraph: 

This application is a continuation of U.S. Patent Application No. 09/689,486, filed 
October IZ 2000, which claims priority to USSN 60/159,805, filed October 15, 1999; USSN 
60/159,992, filed October 18, 1999[[,]]i USSN 60/160,952, filed October 22,1999. The 
contents of these applications are incorporated herein by reference in their entireties. 

Please amend Table 2 on page 9 as follows: 
Table 2. 

Comparison between a NOVl polypeptide and thymosin beta-10 from human 

>gb|AAA36746.l| (M92383) thymosin beta-10 [Homo sapiens] 

Length =49 

Score = 84.5 bits (192), Expect = 3e-16 

Identities = 34/40 (85%), Positives = 36/40 (90%), Gaps = 1/40 (2%) 

NOVl : 1 MADKPDIGEIASFNKAKLKKTEMQE-NTLLTKEAIEQEKR 39 (SEQ ID NO : 2 ) 

llllll + IIIIIIHIIIIIII II III III lllill 
Sbjct: 6 MADKPDMGEIASFDKAKLKKTETQEKNTLPTKETIEQEKR 45 (SEQ ID NO; 34) 



Please amend Table 3 on page 9 as follows: 
Table 3. 

Multiple Sequence alignment of a NOVl polypeptide and the thymosin beta family 

(Black outlined amino acids indicate potential regions of conserved sequence; grayed amino 
acids represent amino acids conservatively substituted; and non-highlighted amino acids 
indicate positions in which mutations to a broad range of alternative amino acid residues 
occurs. Sequences may be referenced by the SWISSPROT or TREMBL ID.) 



thymosin beta family motif 
NOVl (2-38) 
TYBO_HUMAN ( 1 -3 8 ) 
TYB9_BOVIN (1-40) 
TYB9_PIG(l-40) 
TYB4_HUMAN ( 1 -4 0 ) 
TyB4_MOUSE(7-47) 
TYB4_RABIT ( 1-40 ) 
TYB4 _XENIiA ( 1 - 3 9 ) 
TYBY_HDMAN ( 1 - 4 0 ) 
TYBA_ONCaiY ( 1 -4 0 ) 
TYBB_ONCMY (1-40) 
TYBB_LAT JA (1-40 
P97563_RAT(l-39) 
TYBN_HUMAN (1 - 3 8 ) 
097428_DROME( 95-129) 
097428_DROHE ( 59-89 ) 
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Please amend Table 4 on page 10 as follows: 
Table 4. 

PFAM alignment of a NOVl polypeptide to the consensus sequence of the thymosin 
beta family 

>PD005116 (Closest domain: TYBO_HUMAN 1-38) 
Number of sequences in family: 16 

Most frequent protein names: TYB4(4) TYB9{2) TYBB(2) 

Commentary (automatic) : 

THYMOSIN ACETYLATION T-CELL DIFFERENTIATION 
IMMUNOPOTENTIATION THYMUS BETA-4 ACTIN-BINDING PROTEIN 
BETA 

Length =38 
Score = 145 (60.9 bits). Expect = 5e-10 
Identities = 32/38 (84%), Positives = 34/38 (89%), Gaps = 1/38 (2%) 

NOVl: 2 ADKPDIGEIASFNKAKLKKTEMQE-NTLLTKEAIEQEK 38 (SEQ ID NO: 2) 

IIMKIIIIIhllllllll II III III Mill 

Sbjct: 1 ADKPDMGEIASFDKAKLKKTETQEKNTLPTKETIEQEK 38 (SEQ ID NO: 51) 



Please amend Table 6 beginning on page 13 as follows: 
Table 6. 

Comparison between a NOV2 polypeptide and mouse ephrin type-A receptor 8 
precursor 

>ref |NP_031965.1| Eph receptor A8 
sp|O09127 |EPA8_M0USE EPHRIN TYPE-A RECEPTOR 8 PRECURSOR (TYROSINE- PROTEIN KINASE 

RECEPTOR EEK) (EPH-AND ELK-RELATED KINASE) 
gb|AAB39218.l| (U72207) Eph-and Elk-related kinase [Mus musculus] 
Length = 1004 

Score = 3036 bits (7128), Expect =0.0 

Identities = 945/992 (95%), Positives = 964/992 (96%), Gaps = 1/992 (0%) 



N0V2: 


1 


Sbjct: 


1 


N0V2: 


61 


Sbjct: 


60 


N0V2: 


121 


Sbjct: 


120 


N0V2 : 


181 


Sbjct: 


180 


N0V2: 


241 


Sbjct: 


240 


N0V2 : 


301 


Sbjct: 


300 


N0V2 : 


361 



MAPARGRLPPALWWTAAAAAATCVSAARGEVNLLDTSTIHGDWGWLTYPAHGWDSINEV 60 

Mill II IIMMIIIIII Mill IIIIIIIIIIIIIIIIIIIIIMIIIIIIIII 

MAPARARLSPALWWTAAAAA-TCVSAGRGEVNLLDTSTIHGDWGWLTYPAHGWDSINEV 59 

DESFQPIHTYQVCNVMSPNQNNWLRTSWVPRDGARRVYAEIKFTLRDCNSMPGVLGTCKE 120 

IIIIHIIIIilllllllllllllll + IIIIIIIIIIIIIIIIIIIIIIKIIIIIIIII 
DESFRPIHTYQVCNVMSPNQNNWLRTNWVPRDGARRVYAEIKFTLRDCNSIPGVLGTCKE 119 

TFNLYYLESDRDLGASTQESQFLKIDTIAADESFTGADLGVRRLKLNTEVRSVGPLSKRG 180 

lllhlllMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII llllllll 

TFNLHYLESDRDLGASTQESQFLKIDTIAADESFTGADLGVRRLKLNTEVRGVGPLSKRG 179 

FYLAFQDIGACLAILSLRIYYKKCPAMVRNLAAFSEAVTGADSSSLVEVRGQCVRHSEER 240 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIMIIIIIIIIIIII 
FYLAFQDIGACLAILSLRI YYKKCPAMVRNLAAFSEAVTGADSSSLVEVRGQCVRHSEER 239 

DTPKMYCSAEGEWLVPIGKCVCSAGYEERRDACVACELGFYKSAPGDQLCARCPPHSHSA 300 

IIIIIMIIIIIIMIIIIMIMIIIIIMIIHIIIIIIIIIIIIIIIIIIIIIIIII 

DTPKMYCSAEGEWLVPIGKCVCSAGYEERRDACMACELGFYKSAPGDQLCARCPPHSHSA 299 
APAAQACHCDLSYYRAALDPPSSACTRPPSAPVNLISSVNGTSVTLEWAPPLDPGGRSDI 3 60 

Hill IMIIIIIIMIIKIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

TPAAQTCRCDLSYYRAALDPPSAACTRPPSAPVNLISSVNGTSVTLEWAPPLDPGGRSDI 3 59 

TYNAVCRRCPWALSRCEACGSGTRFVPQQTSLVQASLLVANLLAHMNYSFWIEAVNGVSD 42 0 
llllllllllllll lllllllllllllllll lllllllllllllllllllllllllk 
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Sbjct: 



360 



TYNAVCRRCPWALSHCEACGSGTRFVPQQTSLAQASLLVANLLAHMNYSFWIEAVNGVSN 419 



NOV 2 : 




CV\-i i^i- • 

oDjcc : 




N0V2 : 




SbjCt : 


4oU 


N0V2 : 




Sbjct : 


540 


N0V2 : 


601 


Sbjct : 


600 


N0V2 : 


ool 


Sbjct : 


DOU 


N0V2 : 


721 


Sbjct : 


Ton 


N0V2 : 


781 


Sb] c t : 


1 Qr\ 
/ oU 


N0V2 : 


841 


Sbjct: 


840 


N0V2 : 


901 


Sbjct: 


900 


N0V2 : 


961 


Sbjct: 


960 



LSPEPRRAAWNITTNQAAPSQVWIRQERAGQTSVSLLWQEPEQPNGIILEYEIKYYEK 480 

Mllll IIIIIIIIMIMIIIIIIIIIIIIIIIMIIIIIIIIIIIMIIIIIIIIN 

LSPEPRSAAWNITTNQAAPSQVWIRQERAGQTSVSLLWQEPEQPNGIILEYEIKYYEK 479 
DKEMQSYSTLKAVTTRATVSGLKPGTRYVFQVRARTSAGCGRFSQAMEVETGKPRPRYDT 540 

IIIIIIIIIIIIIMIIIIMIIIMIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIM 

DKEMQSYSTLKAVTTRATVSGLKPGTRYVFQVRARTSAGCGRFSQAMEVETGKPRPRYDT 539 
RTIVWICLTLITGLWLLLLLICKKRHCGYSKAFQDSDEEKMHYQNGQAPPPVFLPLHHP 600 

IIIIIIIIIIMIIMIIIIIIIIIIIIIIIIIIIIMIIIIIIMIIIIllMllkll 

RTIVWICLTLITGLWLLLLLICKKRHCGYSKAFQDSDEEKMHYQNGQAPPPVFLPLNHP 599 

PGKLPEPQFYAEPHTYEEPGRAGRSFTREIEASRIHIEKIIGSGDSGEVCYGRLRVPGQR 660 

III II II IIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIKIIIIIIIIklllll 

PGKFPETQFSAEPHTYEEPGRAGRSFTREIEASRIHIEKIIGSGESGEVCYGRLQVPGQR 659 



DVPVAIKALKAGYTERQRRDFLSEASIMGQFDHPNIIRLEGWTRGRLAMIVTEYMENGS 

lllllllllllllllllklllllkllllllllllllllllllllllllllMIIIIII 

DVPVAIKALKAGYTERQRQDFLSEAAIMGQFDHPNIIRLEGWTRGRLAMIVTEYMENGS 

LDTFLRTHDGQFTIMQLVGMLRGVGAGMRYLSDLGYVHRDLAARNVLVDSNLVCKVSDFG 

II IIIIIIIIIIIHIIIIIIIIIIIIIIIIIIIhllllllllllll lllllllll 
LDAFLRTHDGQFTIVQLVGMLRGVGAGMRYLSDLGYIHRDLAARNVLVDGRLVCKVSDFG 



720 



719 



780 



779 



llllhl 



IIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIM 



lllhlllllllllllllllllll IIIIIIIIIIIIIMIIIII^ HIIIII 



II 



SLRATATVSRCPPPAFVRSCFDLRGGSGGGGGLTVGDWLDSIRMGRYRDHFAAGGYSSLG 

llllllllllllllll lllllll I II' IIIIIIIIIIIIIIIIIIIIIIIMIII 
SLRATATVSRCPPPAFARSCFDLRAGGSGNGDLTVGDWLDSIRMGRYRDHFAAGGYSSLG 



960 



959 



MVLRMNAQDVRALGITLMGHQKKILGSIQTMR 

llllllllllllllllllllllllllllllll 
MVLRMNAQDVRALGITLMGHQKKILGSIQTMR 



992 (SEQ ID NO: 5) 



991 (SEQ ID NO; 52) 



Please amend Table 6A beginning on page 14 as follows: 
Table 6A. 

Comparison between a NOV2 polypeptide and human ephrin receptor EphA8 

>ref |NP_065387.1| EphA8; Ephrin receptor EphA8 (eph- and elk-related kinase); Hek3; 
eph-, elk-related tyrosine kinase; ephrin receptor EphA8 
einb|CAB81612.l| (AL035703) dJ61A9.1 (tyrosine kinase ) [Homo sapiens] 
Length = 1005 

Score = 2054 bits (5262), Expect = 0.0 

Identities = 992/992 (100%), Positives = 992/992 (100%) 



N0V2 : 


1 


MAPARGRLPPALWWTAAAAAATCVSAARGEVNLLDTSTIHGDWGWLTYPAHGWDSINEV 


60 






IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIII 




Sbjct: 


1 


MAPARGRLPPALWWTAAAAAATCVSAARGEVNLLDTSTIHGDWGWLTYPAHGWDSINEV 


60 


N0V2 : 


61 


DESFQPIHTYQVCNVMSPNQNNWLRTSWVPRDGARRVYAEIKFTLRDCNSMPGVLGTCKE 


120 






IIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 




Sbjct: 


61 


DESFQPIHTYQVCNVMSPNQNNWLRTSWVPRDGARRVYAEIKFTLRDCNSMPGVLGTCKE 


120 


N0V2 : 


121 


TFNLYYLESDRDLGASTQESQFLKIDTIAADESFTGADLGVRRLKLNTEVRSVGPLSKRG 


180 



iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiin iiirii 
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Sbjct: 
N0V2 : 
Sbjct: 
N0V2 : 
Sbjct: 
N0V2 : 

Sbjct: 
N0V2 : 
Sbjct: 
N0V2 : 
Sbjct: 
N0V2 : 

Sbjct: 
N0V2 : 
Sbjct: 
N0V2 : 
Sbjct: 
N0V2 : 
Sbjct: 
N0V2 : 
Sbjct: 
N0V2 : 
Sbjct: 
N0V2 : 
Sbjct: 
N0V2 : 
Sbjct: 
N0V2 : 
Sbjct: 



TFNLYYLEfiDRDLGACTQESQFLKIDTI/W^DESFTCADLGVRnLKLNTEVnCVCrLCKRC 
121 TFNLYYLESDRDLGASTQESQFLKIDTIAADESFTGADLGVRRLKLNTEVRSVGPLSKRG 180 



181 



240 



FYLAFQDIGACLAILSLRIYYKKCPAMVRNLAAFSEAVTGADSSSLVEVRGQCVRHSEER 

IIIIIIIIIIIIMIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

181 FYLAFQDIGACLAILSLRIYYKKCPAMVRNLAAFSEAVTGADSSSLVEVRGQCVRHSEER 240 



241 



300 



DTPKMYCSAEGEWLVPIGKCVCSAGYEERRDACVACELGFYKSAPGDQLCARCPPHSHSA 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
241 DTPKMYCSAEGEWLVPIGKCVCSAGYEERRDACVACELGFYKSAPGDQLCARCPPHSHSA 300 

301 APAAQACHCDLSYYRAALDPPSSACTRPPSAPVNLISSVNGTSVTLEWAPPLDPGGRSDI 360 
llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
APTVAQACHCDLSYYRAALDPrSCACTRPPSAPVNLISSVI ' JCTSVTLEWAPPLDPCCRSDI 
301 APAAQACHCDLSYYRAALDPPSSACTRPPSAPVNLISSVNGTSVTLEWAPPLDPGGRSDI 360 



361 



420 



TYNAVCRRCPWALSRCEACGSGTRFVPQQTSLVQASLLVANLLAHMNYSFWIEAVNGVSD 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
361 TYNAVCRRCPWALSRCEACGSGTRFVPQQTSLVQASLLVANLLAHMNYSFWIEAVNGVSD 420 



421 



480 



LSPEPRRAAWNITTNQAAPSQVWIRQERAGQTSVSLLWQEPEQPNGIILEYEIKYYEK 

lllllllllllllllllllllllllllllllllllllllllllllllllilllMIIIII 
421 LSPEPRRAAWNITTNQAAPSQVWIRQERAGQTSVSLLWQEPEQPNGIILEYEIKYYEK 480 



481 DKEMQSYSTLKAVTTRATVSGLKPGTRYVFQVRARTSAGCGRFSQAMEVETGKPRPRYDT 

iiiiiMHiiiiiiiniiiiiiiiiiiiiiiiimii imiiiiiiiii 

DKBMQCYSTLKAVTTRATVgCLKPGTRYVLWRARTSAGCGRFSQAJJEVETGKPRPRYDT 
481 DKEMQS YSTLKAVTTRATVSGLKPGTRYVFQVRARTSAGCGRFSQAMEVETGKPRPRYDT 

541 RTIVWICLTLITGLWLLLLLICKKRHCGYSKAFQDSDEEKMHYQNGQAPPPVFLPLHHP 

lllllllllllllilllllllllllllllllllMIIIIIIIIIIIIIIIIIMIIIIII 

541 RTIVWICLTLITGLWLLLLLICKKRHCGYSKAFQDSDEEKMHYQNGQAPPPVFLPLHHP 

601 PGKLPEPQFYAEPHTYEEPGRAGRSFTREIEASRIHIEKIIGSGDSGEVCYGRLRVPGQR 

lllllllllllllllllllllllllllllllllllllllllllllllilllllllMIII 

601 PGKLPEPQFYAEPHTYEEPGRAGRSFTREIEASRIHIEKIIGSGDSGEVCYGRLRVPGQR 
661 



540 



540 



600 



600 



660 



660 



720 



DVPVAIKALKAGYTERQRRDFLSEAS IMGQFDHPNI IRLEGWTRGRLAMI VTEYMENGS 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIII 

661 DVPVAIKALKAGYTERQRRDFLSEASIMGQFDHPNIIRLEGWTRGRLAMIVTEYMENGS 720 
721 LDTFLRTHDGQFTIMQLVGMLRGVGAGMRYLSDLGYVHRDLAARNVLVDSNLVCKVSDFG 780 

IIIMIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

721 LDTFLRTHDGQFTIMQLVGMLRGVGAGMRYLSDLGYVHRDLAARNVLVDSNLVCKVSDFG 7 80 

781 LSRVLEDDPDAAYTTTGGKIPIRWTAPEAIAFRTFSSASDVWSFGWMWEVLAYGERPYW 840 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
781 LSRVLEDDPDAAYTTTGGKIPIRWTAPEAIAFRTFSSASDVWSFGWMWEVLAYGERPYW 840 

841 NMTNRDVISSVEEGYRLPAPMGCPHALHQLMLDCWHKDRAQRPRFSQIVSVLDALIRSPE 900 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIII 
841 NMTNRDVISSVEEGYRLPAPMGCPHALHQLMLDCWHKDRAQRPRFSQIVSVLDALIRSPE 900 



901 



901 



961 



SLRATATVSRCPPPAFVRSCFDLRGGSGGGGGLTVGDWLDSIRMGRYRDHFAAGGYSSLG 960 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIII 
SLRATATVSRCPPPAFVRSCFDLRGGSGGGGGLTVGDWLDSIRMGRYRDHFAAGGYSSLG 960 



MVLRMNAQDVRALGITLMGHQKKILGSIQTMR 992 (SEQ ID NO: 5) 

IIIIIIMIIIIIIIIIMIIIIIIMIIIII 

961 MVLRMNAQDVRALGITLMGHQKKILGSIQTMR 992 (SEQ ID NO; 53) 



Please amend the paragraph beginning at line 4 in Table 7 on page 16 as follows: 

Table 7 shows multiple sequence alignment of the N0V2 ephrim tvpe-A receptor 8- 
like protein of the invention, shown as AL035703 Spliced2 , with similar proteins. The 
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various aligned proteins are as follows: AL035703 Spliced2 (SEP ID N0:5) with several 
proteins: EPA8 Mouse (SEP ID NO:54). EPA5 Human (SEP ID NO:55) and EPA5 Chick 
(SEP ID NP:56). (Black outlined amino acids indicate potential regions of conserved 
sequence; greyed amino acids represent amino acids conservatively substituted; and non- 
highlighted amino acids indicate positions in which mutations to a broad range of alternative 
amino acid residues occurs) 

Please amend the paragraph beginning at line 5 in Table 9 on page 20 as follows: 

Table 9 shows sequence alignment between a NPV3 polypeptide with several 
members of the human fibronectin leucine repeat transmembrane family: 
AAF28461.1|AF169 (SEP ID NP:57\ AAF28460.1 | AF169 (SEP ID NP:58) and 
AAF28459.1|AF169 (SEP ID NP:59V (Black outiined amino acids indicate potential regions 
of conserved sequence; greyed amino acids represent amino acids conservatively substituted; 
and non-highlighted amino acids indicate positions in which mutations to a broad range of 
alternative amino acid residues occurs) 

Please amend Table 9. continued on page 21 as follows: 

TABLE 9* continued TABLE 9A. 

>ref |np_037412 . 1 1 fibronectin leucine rich transmembrane protein 1 

gb| AAF28459 . 1 I AF169675_1 (AF169675) leucine-rich repeat transmembrane protein 
FLRTl [Homo 

sapiens] 
Length = 674 

Score = 1365 bits (3494), Expect = 0.0 



Identities 


= 673/674 (99%), Positives = 674/674 (99%) 




N0V3: 


1 


MWAHPTATATTTPTATVTATWMTTATMDLRDWLFLCYGLIAFLTEVIDSTTCPSVCRC 


60 






IIIIIIIIIMIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIM 




Sbjct: 


1 


MWAHPTATATTTPTATVTATWMTTATMDLRDWLFLCYGLIAFLTEVIDSTTCPSVCRC 


60 


N0V3 : 


61 


DNGFIYCNDRGLTSIPADIPDDATTLYLQNNQINNAGIPQDLKTKVNVQVIYLYENDLDE 


120 






IIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIMIMIIIIIIIIIIIIIIIMIIMII 




Sbjct: 


61 


DNGFIYCNDRGLTSIPADIPDDATTLYLQNNQINNAGIPQDLKTKVNVQVIYLYENDLDE 


120 


N0V3: 


121 


FPINLPRSLRELHLQDNNVRTIARDSLARIPLLEKLHLDDNSVSTVSIEEDAFADSKQLK 


180 






IIMIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 




Sbjct: 


121 


FPINLPRSLRELHLQDNNVRTIARDSLARIPLLEKLHLDDNSVSTVSIEEDAFADSKQLK 


180 


N0V3: 


181 


LLFLSRNHLSSIPSGLPHTLEELRLDDNRISTIPLHAFKGLNSLRRLVLDGNLLANQRIA 


240 






IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIilllllllll 




Sbjct: 


181 


LLFLSRNHLSSI PSGLPHTLEELRLDDNRISTI PLHAFKGLNSLRRLVLDGNLLANQRI A 


240 


N0V3: 


241 


DDTFSRLQNLTELSLVRNSLAAPPLNLPSAHLQKLYLQDNAISHIPYNTLAKMRELERLD 


300 






llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 




Sbjct: 


241 


DDTFSRLQNLTELSLVRNSLAAPPLNLPSAHLQKLYLQDNAISHIPYNTLAKMRELERLD 


300 


N0V3: 


301 


LSNNNLTTLPRGLFDDLGNLAQLLLRNNPWFCGCNLMWLRDWVKARAAVVNVRGLMCQGP 


360 



llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
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CV-v-1 t- . 


J U J. 


l>HJVO . 


J D X 


oJjj c L : 


7 1 




A9 1 








4o± 


Sbjct : 




JMUV J : 




Sbjct : 


□ 41 


N0V3: 


601 


Sbjct: 


601 


N0V3 : 


661 


Sbjct: 


661 



LSNNNLTTLPRGLFDDLGNLAQLLLRNNPWFCGCNLiyMLRDWVKARAAVVNVRGLMCQG P 3 60 

EKVRGMAIKDITSEMDECFETGPQGGVANAAAKTTASNHASATTPQGSLFTLKAKRPGLR 420 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

EKVRGMAIKDITSEMDECFETGPQGGVANAAAKTTASNHASATTPQGSLFTLKAKRPGLR 420 

LPDSNIDYPMATGDGAKTLAIHVKALTADSIRITWKATLPASSFRLSWLRLGHSPAVGSI 480 

IIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

LPDSNIDYPMATGDGAKTLAIHVKALTADSIRITWKATLPASSFRLSWLRLGHSPAVGSI 480 

TETLVQGDKTEYLLTALEPKSTYIICMVTMETSNAYVADETPVCAKAETADSYGPTTTLN 540 

IIIIIIIIIIMMIIIIIIIIIIIIIIillllllllllllMIIIIIIIIIIIIIIIII 

TETLVQGDKTEYLLTALEPKSTYI ICMVTMETSNAYVADETPVCAKAETADSYGPTTTLN 540 

QEQNAGPMASLPLAGIIGGAVALVFLFLVLGAICWYVHQAGELLTRERAYNRGSRKKDDY 600 

IIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIHIII 

QEQNAGPMASLPLAGI IGGAVALVFLFLVLGAICWYVHQAGELLTRERAYNRGSREKDDY 600 

MESGTKKDNSILEIRGPGLQMLPINPYRAKEEYWHTIFPSNGSSLCKATHTIGYGTTRG 660 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

MESGTKKDNSILEIRGPGLQMLPINPYRAKEEYWHTIFPSNGSSLCKATHTIGYGTTRG 660 



lllllllllllll 



(SEQ ID NQ:7) 



(SEQ ID NO: 60) 



Please amend the paragraph beginning at line 6 in Table 10 on page 22 as follows: 

Table 10 shows sequence alignment between a N0V3 polypeptide with various 
fibromodulins: ACC NO: 043408 (SEP ID N0:61\ ACC NO: AP000597 (SEP ID N0:7), 
ACC NO: 043155 (SEQ ID NO:62), ACC NO: 042235 (SEP ID NO:63) and FMOD Bovin 
FM (SEP ID NO: 64). (Black outlined amino acids indicate potential regions of conserved 
sequence; greyed amino acids represent amino acids conservatively substituted; and non- 
highlighted amino acids indicate positions in which mutations to a broad range of alternative 
amino acid residues occurs) 



Please insert sequence listing pages 1-47 at the end of the specification. 



